: Proportion of informative meiosis for haploblock markers along the genome. On the Xaxis, the beginning and the end of the chromosomes are represented by vertical dashed lines. Table S1 : Parameters associated with the interaction BLUP QTLs for the Montpellier analysis. The first column indicates the type of analysis, the second one the trait concerned, and the following columns indicate the LG where the QTL is located, the 2*lnBF value at the LG scale for a 1 QTL over a 0 QTL model, the 2*lnBF value at the local scale, the position of the QTL region in cM, the additive QTL effect, the frequency of the positive allele, its variance and its percentage of variance explained. The 2*lnBF values for multi-QTL models were not presented because none of them passed the significance threshold. The QTLs with a 2*lnBF at the LG scale higher than 5 are in bold type. Table S2 : Indication of haplotype composition for the QTL located on LG15 between 105 and 107 cM. The first column indicates the haplotype name, the second its position on LG15 and the number of SNP markers composing it, the third the haplotype allele ID, the fourth the frequency of the allele, and the following columns the composition of the haplotype allele at each marker. The names of the markers are given in the last column. Missing values are indicated by a '-' symbol. 
